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A total of 16 strains of hyperthermophilic Thermotoga complete genome sequences viz. Thermotoga maritima (AE000512, CP004077, CP007013, CP011107, NC_000853, NC_021214, NC_023151, NZ_CP011107, CP011108, NZ_CP011108, CP010967 & NZ_CP010967), Thermotoga neapolitana (CP000916, & NC_011978) and Thermotoga thermarum (CP002351 & NC_015707) complete genome sequences were retrieved from NCBI BioSample database. ENDMEMO GC used for creation of data on GC content in Thermotoga sp. DNA sequences. Maximum GC content was observed in Thermotoga strains AE000512 & NC_000853 (69 %GC), followed by NZ_CP011108, CP011108, NZ_CP011107, NC_023151, NC_021214, CP011107 & CP004077 (68.5 % GC), followed by NZ_CP010967 & CP010967 (68.3 %GC), followed by CP000916, CP007013 & NC_011978 (68 %GC), followed by CP002351 & NC_015707 (67 %GC) strains. This data would be valuable for higher level hierarchical classification of Thermotoga strains in Bacterial Systematics.
Data
This paper contains data on GC percentage of 16 strains of hyperthermophilic Thermotoga. Complete genome sequences of Thermotoga maritima (AE000512, CP004077, CP007013, CP011107, NC_000853, NC_021214, NC_023151, NZ_CP011107, CP011108, NZ_CP011108, CP010967 & NZ_CP010967), Thermotoga neapolitana (CP000916, & NC_011978) and Thermotoga thermarum (CP002351 & NC_015707) were downloaded from NCBI nuccore. Maximum, minimum and average GC percent of 16 Thermotoga strains were determined and digitised using ENDMEMO GC calculating and GC plotting tool. See also NCBI repository http://www.ncbi.nlm.nih.gov/nuccore.
Experimental design, materials and methods
Complete genome sequences of Thermotoga maritima (AE000512, CP004077, CP007013, CP01-1107, NC_000853, NC_021214, NC_023151, NZ_CP011107, CP011108, NZ_CP011108, CP010967 & NZ_CP010967), Thermotoga neapolitana (CP000916, & NC_011978) and Thermotoga thermarum (CP002351 & NC_015707) strains were downloaded from NCBI nuccore in FASTA format. Using ENDMEMO GC calculating and GC plotting tool was used to determine the exact minimum, maximum and average GC in percent in the complete genome sequence of 16 Thermotoga strains (Table 1) . ENDMEMO GC plotter showed a pattern of GC distribution in complete DNA sequence showed through graphical representations in Figs. 1-16 (See supplementary Figs. 1-16 ). Upper and lower red line indicate maximum and minimum percentage of GC content distribution in complete DNA sequence, while middle blue line indicates average GC percentage [1] [2] [3] [4] [5] .
Legends to Figs. 1-16
Figs. 1-16 GC percentage in complete DNA sequences of hyperthermophile Thermotoga strains (AE000512, CP004077, CP007013, CP011107, NC_000853, NC_021214, NC_023151, NZ_CP011107, CP011108, NZ_CP011108, CP010967, NZ_CP010967, CP000916, NC_011978, CP002351 and NC_015707).
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